In the version of this article initially published, the Figure 1e ,f legend read, "Circulating levels of LH (left panels) and FSH (right panels) in GnRH cells of control (blue) and Dicer mutants (red)"; as the hormones were not measured in GhRH cells, it should have simply read "Circulating levels of LH (left panels) and FSH (right panels) in control (blue) and Dicer mutants (red). " Figure 2b was missing scale bars and has been replaced. The label "TSB-200" was missing from the rightmost bar in Figure 4d . And the treatment in Figure 5c In the version of this article initially published, the units on the x axis in Figure 3c were given as mm; the correct units are mm. At the end of the legend to Figure 7 , the error bars were described as s.d.; they are actually s.e.m. in b and s.d. in c. In the third sentence of the Online Methods section on human cerebral organoids, 10% knockout serum replacement, 1% GlutaMAX and 1% MEM-NEAA should have been 20%, 1× and 1×, respectively. In the sixth sentence, 1% N2 supplement, 1% GlutaMAX and 1% MEM-NEAA should each have been 1×. In the eighth sentence, 6-mm dishes should have been 6-cm dishes, 0.5% N2 supplement and 0.5% MEM-NEAA should each have been 0.5×, and 1% B27 without vitamin A, 1% GlutaMAX and 1% penicillin/streptomycin should each have been 1×. In Supplementary Figure 10b It has come to our attention that our results, as presented, have caused some confusion among readers with regard to genetic variation at the MIR137 locus, gene expression of MIR137 and schizophrenia risk. It should be noted that it is currently unclear how gene variants at the MIR137 locus confers disease risk and which are the causative or functional alleles or the gene(s) that mediate risk. Also, it is not clear to what extent a single disease-associated SNP, in isolation, relates to disease. In our study we did not examine the effects of single alleles since they often segregate together. It remains to be determined how the multiple reported disease-associated SNPs in the MIR137 locus alone and in combination influence gene expression. To clarify this would require genome editing to alter SNPs, one by one, in cell lines. Finally, further studies are required to determine whether the synaptic and behavioral changes observed in this study can be linked to the specific genetic variants within the MIR137 locus associated with schizophrenia in genome-wide association studies. 
